Supplementary Table 1 Over 173 candidate proteins for interaction passed at least two out of five independent experiments.
Proteins are listed from the highest to lowest score (the ions score is −10*Log (P), where P is the probability that the observed match is a random event, individual ions scores of >32 indicate identity or extensive homology p < 0.05). Trypsin-digested eluates were subjected to LC/MS/MS peptide identification.
Supplementary Table 2 Total 218 proteins candidates were observed in at least one of three independent experiments; the cumulative amount of interacting protein dataset was detected by precipitating each serial deletion from protein using LC/MS/MS peptide identification. The list was arranged based on cumulative frequency from the highest to lowest. Supplementary Table 3 Clinical characteristics of the study population 
